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a) an n-mer search for fragments of 10 or more nucleotides of SEQ ID NO: 13. 
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□qi 1 290160 | gb|L15643 .1 IDOGP23602 Dog (Clone: CXX.236) primer for STS 236, 3' end 
Length=22 

Score =28.2 bits (14), Expect =1.0 
Identities = 14/14 (100%), Gaps = 0/14 (0%) 
Strand=Plus/Minus 

Query 1047 TGGTAACAATAAAG 1060 

llllllllllllll 
Sbjct 15 TGGTAACAATAAAG 2 



> P qi I 2 95654 80 | emb | AJ544 052 . 1 1 DME544052 Drosophila melanogaster partial snmRNA gene for s 

RNA, clone Dm-173 

Length=31 

Score =26.3 bits (13), Expect =4.0 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus/Plus 

Query 471 CGATGGCGCGCAG 4 83 

Illllllllllll 
Sbjct 19 CGATGGCGCGCAG 31 



> □ qi I 3135150 I dbj | D88711 . 1 1 Hepatitis G virus RNA for polyprotein (N3 region), partial cc 

isolate D77 

Length=43 

Score = 26.3 bits (13), Expect = 4.0 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus/Minus 

Query 357 CCTTGCTGAAAAT 369 

Illllllllllll 
Sbjct 2 8 CCTTGCTGAAAAT 16 



> D gi [51947926 I gb I AY733 678.1 1 Macaca mulatta isolate 96E025-MDS1 MLV-derived vector prov: 

integration site 

Length=50 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 1133 CTACCACCAACC 1144 

Mllllllllll 
Sbjct 15 CTACCACCAACC 26 



> D qi |2 55419|qb|S44672.1 |S44670S2 snRNA U2-1 [Tetrahymena thermophila. Genomic, 50 nt, S€ 

2 of 2] 

Length=50 

Score = 24.3 bits (12), Expect = 16 
Identities = 15/16 (93%), Gaps = 0/16 (0%) 
Strand=Plus/Plus 
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Query 84 5 ACAAAAAAGCTTCTTT 860 

IIIIIMI IMIIII 

Sbjct 24 ACAAAAAAGCTTCTTT 3 9 



>[j qi|62816380| emb I AJ965727 . 1 | Pisum sativum PDRl retrotransposon partial right terminal 
clone 1006-Rll 
Length=4 8 

Score =24.3 bits (12), Expect = 16 
Identities = 15/16 (93%), Gaps = 0/16 (0%) 
Strand=Plus/Minus 

Query 416 CTATCAATCTGGCAAA 431 

IIIIIMIIII MM 

Sbjct 33 CTATCAATCTGACAAA 18 



Score = 22.3 bits (11), Expect = 62 
Identities = 11/11 (100%), Gaps = 0/11 (0%) 
Strand=Plus/Minus 

Query 1256 ACAACCTGTCT 1266 

MMMMMI 

Sbjct 45 ACAACCTGTCT 35 



Score = 20.3 bits (10), Expect = 244 
Identities = 10/10 (100%), Gaps = O/lO (0%) 
Strand=Plus/Minus 

Query 1225 TCTGCTATCA 1234 

MMMMM 

Sbjct 37 TCTGCTATCA 2 8 



Score = 18.3 bits (9), Expect = 965 
Identities = 9/9 (100%) , Gaps = 0/9 (0%) 
Strand=Plus/Minus 

Query 647 AATCTGACA 655 

MMMMI 

Sbjct 2 8 AATCTGACA 2 0 



> D qi I 88687633 | db j | AB251241.1 | Mus musculus RNA for germline small RNA gsRNA271, complete 
Length=26 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 924 CAAGGCTGCCAC 935 

MMMMMM 

Sbjct 2 CAAGGCTGCCAC 13 



>D qi|71612503| dbj |AB2 13 806 . 1 1 Synthetic construct DNA, reverse primer for microsatellite 
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Length=23 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 111 AGCAAATATTAA 122 

Illlllllllll 
Sbjct 19 AGCAAATATTAA 8 



>D qi|7161552 9| dbj |AB2 13945 . 1 1 Synthetic construct DNA, forward primer for microsatellit€ 
Length=22 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 92 9 CTGCCACACTTT 94 0 

IIMIIIIIIII 
Sbjct 4 CTGCCACACTTT 15 



> D qi 1 134 0050 |emb|Z73 089.1 IHSBTIII60 H. sapiens mRNA for T cell receptor beta chain V-D-J 

region (BV12BJ1S1; cell line BTIII 60) 

Length=45 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 173 AGACCACTGAAG 184 

Illlllllllll 
Sbjct 23 AGACCACTGAAG 34 



> D qi I 9963 961 |qb | AF2462 08 . 1 1 F246197S12 Rattus norvegicus mitochondrial transcription fact 
VI - exon VII boundary; nuclear gene for mitochondrial product 

Length=50 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 66 TGCTAAAGATGA 77 

Illlllllllll 
Sbjct 38 TGCTAAAGATGA 4 9 

> D qi 1 16753 37 | qb | U713 97 . 1 1 MMTFAM14 Q Mus musculus mitochondrial transcription factor A C! 
nuclear gene encoding mitochondrial protein, intron 6 and 

exon 7 
Length=50 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 66 TGCTAAAGATGA 77 
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llllllllllll 

Sb j c t 35 TGCTAAAGATGA 4 6 

>n qi|l675329|qb|U71386.1 |MMTFi\M06 S Mus musculus mitochondrial transcription factor A C 

nuclear gene encoding mitochondrial protein, exon 3 and intron 

3 

Length=50 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 104 0 CTGCTTCTGGTA 1051 

llllllllllll 
Sb j ct 32 CTGCTTCTGGTA 2 1 

> D qi | 425562 |qb|S65766. 1 IS65766S1 COL4A5=type IV collagen alpha 5 chain [human, Alport 

Genomic Mutant, 34 nt, segment 1 of 2] 

Length=34 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 152 ATGATGGTATTT 163 

llllllllllll 
Sbjct 17 ATGATGGTATTT 28 

Score = 18.3 bits (9), Expect = 965 
Identities = 9/9 (100%), Gaps = 0/9 (0%) 
Strand=Plus/Plus 

Query 62 8 GATGGTTCA 63 6 

lllllllll 
Sbj ct 9 GATGGTTCA 17 

>D gi 1 14277086 |gb I AF3574 91 . 1 1 AF3574 91 Mus musculus clone MBI-72 miscellaneous RNA, partic 
Length=4 8 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Que ry 641 CAACTAAATCTG 652 

lllllillllll 
Sbjct 36 CAACTAAATCTG 47 

>D qi|66353939| qb | AY22 7177 . 2 | Corvus monedula opsin (SWSl) gene, partial cds 
Length=50 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 
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Query 1108 GAAGATGCAGCA 1119 

IIIIIIIIIIM 
Sbjct 19 GAAGATGCAGCA 8 



> P qi I 3842 3190 lembl AJ53 8790. 1 INTA53 8790 Nicotiana tabacum cDNA-AFLP- fragment BT1-M24-058 
Length=34 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 1282 ATCGAAGATGCT 1293 

IMIIIIIIIII 
Sbjct 13 ATCGAAGATGCT 2 



> □ qi I 2564273 | emb | AJ002273 . 1 |MMAJ22 73 Drosophila melanogaster troponin T gene, intron 3, 
Length=43 

Score - 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 1334 TCCTGCAACAAG 1345 

IMIIIIIIIII 
Sbjct 42 TCCTGCAACAAG 31 



> □ qi 1 154705 | qb | J01816 . 1 1 TIP58CG4 Integrated Ti plasmid (from A. tumef aciens) , nopaline st 
clone cg4, left end of T-DNA at host DNA/T-DNA border 
Length=4 8 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 898 CTTTATACGACA 909 

IIMIIIIIMI 

Sbjct 12 CTTTATACGACA 1 



> D qi I 5194 7981 1 qb I AY733733 . 1 1 Macaca mulatta isolate 96e025 -3q26 . 2 MLV-derived vector pre 

integration site 

Length=50 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 1133 CTACCACCAACC 1144 

IMIIIIIIIII 
Sbjct 15 CTACCACCAACC 26 



> D gi 1 151293 91 Idbj | AB068587 . 1 1 Synthetic construct DNA, reverse primer for human STS sts- 
at lp36 
Length=2 0 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



6/6/06 



RID=1149606252-9165-173526945307.BLASTQ1, gi|30059863|gb|AY249996.1|Escherichia col... Page 6 of 12 



Score =24.3 bits (12), Expect = 16 
Identities - 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 714 AGCACAGAATGA 725 

Illlllllllll 
Sbjct 7 AGCACAGAATGA 18 



> P qi 1 1512 93 02 | dbj | ABO 6 84 98. 1 1 Synthetic construct DNA, forward primer for human STS sts- 

at lp36 

Length=19 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 845 ACAAAAAAGCTT 856 

IIIIMIMIII 
Sbjct 6 ACAAAAAAGCTT 17 



> D qi 1 1512 8874 I dbj | AB068070 . 1 1 Synthetic construct DNA, forward primer for human STS sts- 

at lp36 

Length=24 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 4 85 AAGCAACTGGCA 4 96 

Illlllllllll 
Sbjct 4 AAGCAACTGGCA 15 



> D gi I 21622 8 I dbj |d13786 . 1 [BACAAMSP Bacillus subtilis gene for alpha - amylase , partial cds, 

signal peptide 

Length=27 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 687 AGCACTCGCAGC 698 

Illlllllllll 
Sbjct 27 AGCACTCGCAGC 16 



>□ gi 1 14586472 I emb | AJ404691 . 1 |MMU404691 Mus musculus partial mRNA for T-cell receptor all 

A4.1.E9 

Length=4 8 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 630 TGGTTCACTGAC 641 
IMIIIIIIIII 
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Sbjct 18 TGGTTCACTGAC 7 



Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 63 0 TGGTTCACTGAC 641 

Illlllllllll 
Sbjct 18 TGGTTCACTGAC 7 



> D gi I 913 873 I gb I 876 024 . 1 1 876024 {elementary chromomere pChMS} [mice, interphase chromosor 

Genomic, 4 7 nt] 

Length=47 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Que ry 505 ATTTCTAAATTT 516 

Illlllllllll 
Sbjct 4 ATTTCTAAATTT 15 



> P qi I 56966056 Ipdbl 1T9J|D Chain D, I-Crei (Q47e) DNA COMPLEX 
Ijength=24 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 869 GTGAGACAGTTT 880 

Illlllllllll 
Sbj Ct 14 GTGAGACAGTTT 3 



> D gi I 56966055 | pdb | 1T9 J | C Chain C, I -Crei (Q47e) DNA COMPLEX 
Length=24 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 869 GTGAGACAGTTT 880 

Illlllllllll 
Sbjct 11 GTGAGACAGTTT 22 



> D gi 156966052 Ipdbl 1T9I Id Chain D, I -Crei (D2 On) DNA COMPLEX 
Length=24 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 869 GTGAGACAGTTT 880 

Illlllllllll 
Sbjct 14 GTGAGACAGTTT 3 
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> n qi |5696605l|pdb| 1T9I |C Chain C, I-Crei {D2 0n) DNA COMPLEX 
Length=24 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 869 GTGAGACAGTTT 880 

llilllllllll 
Sbjct 11 GTGAGACAGTTT 22 



> D qi I 55670022 Ipdbl ITRJiB Chain B, Homology Model Of Yeast Rackl Protein Fitted Into 11.: 

Cryo-Em Map Of Yeast 80s Ribosome 

Length=41 

Score = 24,3 bits (12), Expect = 16 
Identities = 12/12 (100%) , Gaps = 0/12 (0%) 
Strand=Plus /Minus 

Query 240 GGCAACTAACGG 251 

Illlllllllll 
Sbj ct 15 GGCAACTAACGG 4 



Score =18.3 bits (9), Expect = 965 
Identities = 9/9 (100%), Gaps = 0/9 (0%) 
Strand=Plus/Plus 

Query 980 CGTTAGTTG 988 

IIIIMIII 

Sbjct 5 CGTTAGTTG 13 



> □ qi I 92712 8 |qb I L3 6734 . 1 1 MUSIGDJAL Mus musculus rearranged immunoglobulin heavy chain D-l 

(clone 20JH3) 

Length=31 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%) , Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 1271 CCCGTAGCCGTA 1282 

IIMIIIIIIII 
Sbjct 20 CCCGTAGCCGTA 9 



> D qi 1 13786782 Ipdbl 1G9Z I E Chain E, Laglidadg Homing Endonuclease I-Crei DNA PRODUCT COMI 

With Magnesium 

Length=14 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 869 GTGAGACAGTTT 880 
IIMIIIIIIII 
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Sb j ct 14 GTGAGACAGTTT 3 



> D qi 1 13786777 I pdb I 1G9Y|D Chain D, Homing Endonuclease I-Crei DNA SUBSTRATE COMPLEX WITI 

Calcium 

Length=24 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%) , Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 869 GTGAGACAGTTT 880 

Illlllllllll 
Sb j c t 11 GTGAGACAGTTT 2 2 



> D qi 1 13786776|pdb| 1G9Y|C Chain C, Homing Endonuclease I-Crei DNA SUBSTRATE COMPLEX WITI 

Calcium 

Length=24 

Score = 24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 869 GTGAGACAGTTT 880 

Illlllllllll 
Sb j ct 14 GTGAGACAGTTT 3 



> □ qi 1 18074 0 | qb | M68994 . 1 1 HUM13COL25 Human alpha-1 type XIII collagen (C0L13A1) gene, exor 
Length=44 

Score = 24.3 bits (12), Expect 
Identities = 12/12 (100%) , Gaps 
Strand=Plus/Plus 

Que ry 806 TTGATGGTAAGT 817 

IIIIIIIMIM 

Sb j C t 29 TTGATGGTAAGT 4 0 



Score = 20.3 bits (10), Expect 
Identities = 10/10 (100%), Gaps 
Strand=Plus/Plus 

Query 891 CGCTGGCCTT 900 

Mil null 

Sbjct 21 CGCTGGCCTT 3 0 



> D gi I 413 9431 1 pdb 1 1BP7 |4 Chain 4, Group I Mobile Intron Endonuclease I-Crei Complexed 

With Homing Site Dna 

Length=24 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 869 GTGAGACAGTTT 880 



16 

0/12 (0%) 



244 
0/10 (0%) 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



6/6/06 



RID=1 149606252-9165-173526945307 .BLASTQl, gi|30059863|gb|AY249996.1|Escherichia ... Page 10 of 12 



Sbjct 14 GTGAGACAGTTT 3 



>□ qi I 413 9430 |pdb | 1BP7 | 3 Chain 3, Group I Mobile Intron Endonuclease I-Crei Complexed 

With Homing Site Dna 

Length=24 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps - 0/12 (0%) 
Strand=Plus/Plus 

Query 869 GTGAGACAGTTT 880 

IIIIIMIIIII 
Sbjct 11 GTGAGACAGTTT 22 



>D qi|413 9429 |pdb 1 1BP7 | 2 Chain 2, Group I Mobile Intron Endonuclease I-Crei Complexed 

With Homing Site Dna 

Length=24 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 869 GTGAGACAGTTT 880 

IIIIIMIIIII 
Sbjct 14 GTGAGACAGTTT 3 



>n qi|413 9428| pdb | 1BP7 1 1 Chain 1, Group I Mobile Intron Endonuclease I-Crei Complexed 

With Homing Site Dna 

Length=24 

Score =24.3 bits (12), Expect = 16 
Identities = 12/12 (100%) , Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 869 GTGAGACAGTTT 8 80 

IIMIIIIIIII 

Sbjct 11 GTGAGACAGTTT 22 



>D qi|88687684| dbj | AB2512 92 . 1 [ Mus musculus RNA for germline small RNA gsRNA322, complete 
Length=25 

Score = 22.3 bits (11), Expect = 62 
Identities = 11/11 (100%), Gaps = 0/11 (0%) 
Strand=Plus/Plus 

Queiry 780 TGGGAATGGTG 790 

IIMIIIIIII 

Sbjct 11 TGGGAATGGTG 21 



> D qi I 88687467 I dbj | AB2 51075 . 1 1 Mus musculus RNA for germline small RNA gsRNAlOB, complete 
Length=26 
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Score =22.3 bits (11), Expect = 62 
Identities = 11/11 (100%) , Gaps = 0/11 (0%) 
Strand=Plus/Plus 

Query 972 AGGAAGCACGT 982 

lllllllllll 
Sbjct 2 AGGAAGCACGT 12 



> P qi I 624 7 99 I dbj |D44 509. 1 |BOVDIK08 Bos taurus DNA, microsatellite DIK016 PCR antisense pi 
Length=2 0 

Score = 22.3 bits (11), Expect = 62 
Identities = 11/11 (100%), Gaps = 0/11 (0%) 
Strand=Plus/Plus 

Query 712 AAAGCACAGAA 722 

lllllllllli 
Sbjct 4 AAAGCACAGAA 14 



> □ qi I 600993 78 | dbj | AB117772 . 1 1 Arabidopsis thaliana AT3G27920.1 gene rearrangement junct: 

sequence, junction site 1, allele: gll-3 

Length=47 

Score = 22.3 bits (11), Expect = 62 
Identities = 14/15 (93%), Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 3 95 CTAATGATGGTGAAA 409 

llllllll IMIII 
Sbjct 19 CTAATGATAGTGAAA 33 



>□ qi 1 10242157 I qb | AF254 841 . 1 1 AF254841 Pyrococcus abyssi box C/D small nucleolar RNA sR8 
Length=50 

Score =22.3 bits (11), Expect = 62 
Identities = 11/11 (100%), Gaps = 0/11 (0%) 
Strand=Plus /Minus 

Query 469 ATCGATGGCGC 479 

IIMIIIIMI 
Sbjct 19 ATCGATGGCGC 9 



> D gi 1 1024213 9 I qb I AF254 823 . 1 |AF2 54 823 Pyrococcus abyssi box C/D small nucleolar RNA sRl 
Length=50 

Score =22.3 bits (11), Expect = 62 
Identities = 11/11 (100%), Gaps = O/ll (0%) 
Strand=Plus/Plus 

Query 581 GAGCTGTTAAA 591 

lllllllllll 
Sbjct 11 GAGCTGTTAAA 21 
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> D qi I 438167 | emb| Z22831 . 1 1 MMTCRV JAC M.musculus T cell receptor V alpha 8 F3 . 4 and T cell 

J alpha TA3 9 mRNA 

Ijength=39 

Score = 22.3 bits (11), Expect = 62 
Identities = 11/11 (100%), Gaps = O/ll (0%) 
Strand=Plus/Minus 

Query 712 AAAGCACAGAA 722 

lllllllllll 
Sbjct 14 AAAGCACAGAA 4 



> D qi I 22 8893 7 |emb|AJ000950. 1 1 SSAJ950 Sus scrofa EST 3'UTR CAP2A2 reverse primer 
Length=22 

Score = 22.3 bits (11), Expect = 62 
Identities = 11/11 (100%), Gaps = O/ll (0%) 
Strand=Plus/Plus 

Query 377 TGAAAATTCAG 387 

IIIIIIIIIM 
Sbjct 12 TGAAAATTCAG 22 



>D qi|ll07766| emb | Z4 9031 . 1 1 MMTCR1242 M.musculus partial gene for T cell receptor gamma-cl 

CR124,_2) 

Length=18 

Score =22.3 bits (11), Expect = 62 
Identities = 11/11 (100%) , Gaps = 0/11 (0%) 
Strand=Plus /Minus 

Query 791 TATATTCTGCA 801 

IMIIIIMII 
Sbjct 13 TATATTCTGCA 3 



>D qi|5804 969| emb | AJ2 3273 0 . 1 1 MMU2 32730 Mus musculus mRNA for T cell receptor, clone T4 . 1 . 
Length=45 

Score =22.3 bits (11), Expect = 62 
Identities = 11/11 (100%), Gaps = 0/11 (0%) 
Strand=Plus/Plus 

Query 78 CGCAGCAGGTC 88 

lllllllllll 
Sbjct 3 CGCAGCAGGTC 13 
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qi I 4 07 91077 |qb|CA585 955 . 1 1 LBA00522 . B0ST4 cDNA from mouse aorta Mus musculus cDNA, mRNA 

sequence . 

Length=36 

Score =32.2 bits (16), Expect = 0.24 
Identities = 16/16 (100%), Gaps = 0/16 (0%) 
Strand=Plus/Plus 

Query 796 TCTGCAGAAATTGATG 811 

llllllllllllllll 
Sbjct 2 0 TCTGCAGAAATTGATG 35 



> D qi 1 1321007 I qb I W3 92 90.1 1 zc76g04.rl Pancreatic Islet Homo sapiens cDNA clone IMAGE: 328: 
5' similar to WP:R13A5.13 CE01374 mRNA sequence. 
Length=4 9 

Score - 30.2 bits (15), Expect =0.95 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
St rand=Plus /Minus 

Query 966 GAAAACAGGAAGCAC 980 

IIIIIIIIIIIIIM 
Sbjct 33 GAAAACAGGAAGCAC 19 



> D qi I 458592 | qb | T17570 . 1 1 mps v30 The blue guys library Saccharomyces cerevisiae cDNA sec 
upstream of LacZ fusion similar to RNA12, S92205, mRNA 
sequence . 
Length=43 

Score = 30.2 bits (15), Expect = 0.95 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus /Minus 



Query 3 60 TGCTGAAAATAATGA 3 74 

lllllllllllilll 
Sbjct 17 TGCTGAAAATAATGA 3 



> D qi I 86584 026 |qb|DY2483 86. 1 1 CSTCP1D0047A_655_691 CST-QuHSC Mus musculus cDNA, mRNA seqi 
Length=36 

Score = 28.2 bits (14), Expect = 3.8 
Identities = 14/14 (100%), Gaps = 0/14 (0%) 
Strand=Plus/Minus 

Query 799 GCAGAAATTGATGG 812 

IIMIIIIIIIIII 
Sbj ct 20 GCAGAAATTGATGG 7 



Score = 20.3 bits (10), Expect = 916 
Identities = 13/14 (92%), Gaps = 0/14 (0%) 
Strand=Plus/Minus 

Query 42 6 GGCAAAAATTGATG 43 9 

MM MMIMM 

Sbjct 21 GGCAGAAATTGATG 8 
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> O qi I 598647 | dbj |d17167 . 1 1 D17167 Kiseru Homo sapiens cDNA clone hmd2e06m3, mRNA sequence 
Length=4 8 

Score = 28.2 bits (14), Expect =3.8 
Identities = 14/14 (100%), Gaps = 0/14 (0%) 
Strand=Plus/Plus 

Query 873 GACAGTTTACAAAA 8 86 

IIIMIMIMMI 

Sb j C t 22 GACAGTTTACAAAA 3 5 



Score =20.3 bits (10), Expect = 916 
Identities = 13/14 (92%), Gaps = 0/14 (0%) 
Strand=Plus/Minus 

Query 359 TTGCTGAAAATAAT 372 

MM MMMMI 

Sbjct 4 8 TTGCAGAAAATAAT 35 



> D qi 1 16838007 I dbj |AV852668. 1 1 AV852668 Nori Satoh unpublished cDNA library, egg Ciona ii 
cDNA clone rcieg23b22 3', mRNA sequence. 
Length=3 9 

Score = 2 8.2 bits (14), Expect =3.8 
Identities = 14/14 (100%) , Gaps = 0/14 (0%) 
Strand=Plus/Plus 

Que ry 3 96 TAATGATGGTGAAA 409 

MMMMMMM 

Sb j c t 25 TAATGATGGTGAAA 3 8 



>□ gi I 13 554728 I dbj | AU1052 07 . 1 1 AU105207 Sugano Homo sapiens cDNA library Homo sapiens cDl 

KAT01893 5', mRNA sequence. 

Length=50 

Score = 2 8.2 bits (14), Expect =3.8 
Identities = 14/14 (100%) , Gaps = 0/14 (0%) 
Strand=Plus/Plus 

Query 1 9 CTGAGCTCCGCCAT 3 2 

MMMMMMM 

Sbj ct 7 CTGAGCTCCGCCAT 2.0 



>□ qi 1 13554727 I dbj | AU1052 06 . 1 1 AU105206 Sugano Homo sapiens cDNA library Homo sapiens cDI 

HRC08436 5', mRNA sequence. 

Length=50 

Score =28.2 bits (14), Expect =3.8 
Identities = 14/14 (100%) , Gaps = 0/14 (0%) 
Strand=Plus/Plus 

Query 19 CTGAGCTCCGCCAT 32 

MMIMMMMI 
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Sbjct 12 CTGAGCTCCGCCAT 25 



> P qi 1 13 55472 6 | dbj | AU1052 05 . 1 1 AU105205 Sugano Homo sapiens cDNA library Homo sapiens cDl 

HRC07843 5', mRNA sequence. 

Length=50 

Score = 28.2 bits (14), Expect = 3.8 
Identities = 14/14 (100%), Gaps = 0/14 (0%) 
Strand=Plus/Plus 

Query 19 CTGAGCTCCGCCAT 32 

IMIIIIIIIMII 
Sbjct 6 CTGAGCTCCGCCAT 19 



> p qi 1 13 554 725 | dbj | AU1Q52 04 . 1 1 AU105204 Sugano Homo sapiens cDNA library Homo sapiens cDl 

HRC06024 5', mRNA sequence. 

Length=50 

Score = 2 8.2 bits (14), Expect =3.8 
Identities = 14/14 (100%) , Gaps = 0/14 (0%) 
Strand=Plus/Plus 

Query 19 CTGAGCTCCGCCAT 32 

IMIIIIIIIMII 
Sbjct 5 CTGAGCTCCGCCAT 18 



> p qi 1 13554720 | dbj |aU105199. 1 1 AU105199 Sugano Homo sapiens cDNA library Homo sapiens cDI 
HRC00642 5', mRNA sequence. 
Lengths 50 

Score = 2 8.2 bits (14), Expect = 3.8 
Identities = 14/14 (100%) , Gaps = 0/14 (0%) 
Strand=Plus/Plus 

Query 19 CTGAGCTCCGCCAT 32 

IIIIIIIIIIIMI 
Sbjct 6 CTGAGCTCCGCCAT 19 



> P qi [86580324 |qb|DY244680.l| CSTBQ1D064 7A_0__3 6 CST-BM Mus musculus cDNA, mRNA sequence. 
Length=36 

Score = 2 6.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus/Minus 

Query 383 TTCAGGTTGGTGC 3 95 

lllllllllllll 
Sbjct 32 TTCAGGTTGGTGC 20 



> P qi I 82861917 I qb I DR980846 . 1 1 SM016930 Placenta 3' EST Homo sapiens cDNA clone ID_16930 : 

mRNA sequence . 

Length=44 
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Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus /Minus 

Query 161 TTTCTGTTGCGCA 173 

Illllllllllll 
Sbjct 23 TTTCTGTTGCGCA 11 



> P qi I 828603 86 |qb|DR979315. 1 1 SM014071 Placenta 3' EST Homo sapiens cDNA clone ID_14071 : 
mRNA sequence. 
Length=4 8 

Score = 26.3 bits (13), Expect 
Identities = 13/13 (100%) , Gaps 
Strand=Plus/Plus 

Query 370 AATGAAATGAAAA 3 82 

Mlllllllllll 
Sbjct 30 AATGAAATGAAAA 42 



Score =24.3 bits (12), Expect 
Identities = 15/16 (93%) , Gaps 
Strand=Plus/Plus 

Query 366 AAATAATGAAATGAAA 3 81 

MM lllllllllll 

Sbjct 21 AAATGATGAAATGAAA 3 6 



>D qi|67225679| dbj | BP915998 . 1 1 BP915998 Adiantum capillus-veneris prothallium Adiantum Cc 

cDNA clone YMU001_000081_F12 , mRNA sequence. 

Length=46 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus/Plus 

Query 34 9 GTGAAAGTCCTTG 3 61 

IIIIIIIMIIII 
Sbjct 9 GTGAAAGTCCTTG 21 



> □ qi I 33679581 1 qb I CF3 07820 . 1 1 ABF- - 01 -G06 . gl ABF3 -overexpressing transgenic rice plasmid 
library (ABF) Oryza sativa (japonica cultivar-group) cDNA 
clone ABF--01-G06, mRNA sequence. 
Length=3 9 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus/Plus 

Query 113 0 AATCTACCACCAA 1142 

IIIMIIIIIIII 
Sbjct 1 AATCTACCACCAA 13 



> D qi I 33679580 |qb|CF3 07819 . 1 1 ABF- - 01 -G06 . bl ABF3 -overexpressing transgenic rice plasmid 



15 

0/13 (0%) 



59 

0/16 (0%) 
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library (ABF) Oryza sativa (japonica cultivar-group) cDNA 
clone ABF--01-G06, mRNA sequence. 
Length=3 9 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus/Minus 

Query 113 0 AATCTACCACCAA 1142 

lllllllllllll 
Sbjct 3 9 AATCTACCACCAA 27 



> D qi |3 3674726 |qb|CF3 02 965.l| 7LEAF- - 08 -P09 . bl Rice leaf plasmid cDNA library II {7LEAF) 
sativa (japonica cultivar-group) cDNA clone 7LEAF- -08-P09, 
mRNA sequence. 
Length=47 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%) , Gaps = 0/13 (0%) 
Strand=Plus/Minus 

Query 113 0 AATCTACCACCAA 1142 

lllllllllllll 
Sb j ct 47 AATCTACCACCAA 3 5 



> D qi I 3 3672 814 I qb I CF3 01053 . 1 1 7LEAF- - 05 -M03 . bl Rice leaf plasmid cDNA library II (7LEAF) 
sativa (japonica cultivar-group) cDNA clone 7LEAF- -05-M03 , 
mRNA sequence. 
Length=48 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%) , Gaps = 0/13 (0%) 
St rand=Plus /Minus 

Que ry 113 0 AATCTACCACCAA 1142 

lllllllllllll 
Sb j ct 4 8 AATCTACCACCAA 3 6 



> D qi I 3 3 67214 0 I qb I CF3 003 7 9. 1 1 7LEAF- - 04 -MOl . bl Rice leaf plasmid cDNA library II (7LEAF) 
sativa (japonica cultivar-group) cDNA clone 7LEAF- -04 -MOl, 
mRNA sequence. 
Length=40 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%) , Gaps = 0/13 (0%) 
Strand=Plus/Minus 

Query 1130 AATCTACCACCAA 1142 

IMIIIIIIIIII 
Sbjct 40 AATCTACCACCAA 2 8 



> D qi I 33672 066 I qb I CF3 00305. 1 1 7LEAF- -04 -K12 . bl Rice leaf plasmid cDNA library II (7LEAF) 
sativa (japonica cultivar-group) cDNA clone 7LEAF- -04 -K12 , 
mRNA sequence . 
Length=4 8 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



6/6/06 



RID=1 149609890-26069-92005039082.BLASTQ1, gi|30059863|gb|AY249996.1|Escherichia col... Page 6 of 13 



Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus/Minus 

Query 1130 AATCTACCACCAA 1142 

IIIIIIIIIIIM 

Sbjct 4 8 AATCTACCACCAA 36 



> P qi I 33670844 I qb I CF2 99083 . 1 1 7LEAF- - 02 -POl . bl Rice leaf plasmid cDNA library II (7LEAF) 
sativa (japonica cultivar- group) cDNA clone 7LEAF- -02-POl, 
mRNA sequence. 
Length=50 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus/Minus 

Query 113 0 AATCTACCACCAA 1142 

IIIIIIIIIIIM 
Sbjct 50 AATCTACCACCAA 3 8 



> p qi I 33669672 I qb I CF2 97 911 . 1 1 7LEAF- - 01 -BOS . bl Rice leaf plasmid cDNA library II (7LEAF) 
sativa (japonica cultivar-group) cDNA clone 7LEAF- -01-B08 , 
mRNA sequence. 
Length=39 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus /Minus 

Query 113 0 AATCTACCACCAA 1142 

MMIIIIIIIII 
Sbjct 3 9 AATCTACCACCAA 27 



> p qi I 2 6122450 I qb I BQ5 92 867 . 1 1 E012123 -024 -028-N11-SP6 MPIZ-ADIS - 024 -developing root Beta 

cDNA clone 024-028-Nll 5-PRIME, mRNA sequence. 

Length=43 

Score = 26.3 bits (13), Expect = 15 
Identities = 19/21 (90%) , Gaps = 0/21 (0%) 
Strand=Plus/Minus 

Query 1165 GCATTGGCTAAAGTTGACAAT 1185 

Mlllll I IIIIIIIMII 
Sbjct 40 GCATTGGTTCAAGTTGACAAT 2 0 



> p qi 120323261 1 dbj |AU258052 .1 1 AU258052 3 » -directed mouse cDNA library Mus musculus cDNA 

BED0011943 3', mRNA sequence. 

Length=23 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus/Plus 
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Query 268 GATCTTTCTTCTA 2 80 

lllllllllllll 
Sbjct 1 GATCTTTCTTCTA 13 



> P qi 1 13557556 I dbj | AU108034 . 1 1 AU108034 Sugano Homo sapiens cDNA library Homo sapiens cDI 

COL07140 5', mRNA sequence. 

Length=50 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%) , Gaps = 0/13 (0%) 
Strand=Plus/Plus 

Query 694 GCAGCAGCGGCTA 706 

IIIIIIMIIIII 
Sbjct 9 GCAGCAGCGGCTA 21 



>□ qi 1 13555196 [dbj | AU105675 . 1 1 AU105675 Sugano Homo sapiens cDNA library Homo sapiens cDl 
HEP03089 5', mRNA sequence. 
Length=50 

Score = 26.3 bits (13), Expect 
Identities = 13/13 (100%) , Gaps 
Strand=Plus /Minus 

Query 967 AAAACAGGAAGCA 979 

lllllllllllll 
Sbjct 24 AAAACAGGAAGCA 12 



Score = 20.3 bits (10), Expect 
Identities = 10/10 (100%) , Gaps 
Strand=Plus/Plus 

Query 1084 GGTGGTAGCC 1093 

IIIIIIIMI 
Sbjct 2 9 GGTGGTAGCC 3 8 



>□ qi 1 13 552 58 9 Idbj | AU103068 . 1 1 AU103068 Sugano Homo sapiens cDNA library Homo sapiens cDl 

HSI02929 5', mRNA sequence. 

Length=50 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
St rand=Plus /Minus 

Que ry 79 GCAGCAGGTCAGG 9 1 

lllllllllllll 
Sbjct 18 GCAGCAGGTCAGG 6 



>D qi|l3552582| dbj | AU103061 . 1 1 AU103061 Sugano Homo sapiens cDNA library Homo sapiens cDI 

COLF1890 5', mRNA sequence. 

Length=50 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 



15 

0/13 (0%) 



916 
0/10 (0%) 
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Strand=Plus/Minus 

Query 79 GCAGCAGGTCAGG 91 

Illllllllllll 
Sbjct 2 8 GCAGCAGGTCAGG 16 



> P qi I 6071458 |qb| AW100845. 1 1 sd62b05.yl Gm-cl008 Glycine max cDNA clone GENOME SYSTEMS CI 

ID: Gm-cl008-874 5', mRNA sequence. 

Length=49 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus /Minus 

Query 804 AATTGATGGTAAG 816 

Illllllllllll 
Sbjct 2 8 AATTGATGGTAAG 16 



> p qi I 5425084 |qb| AI813869 . 1 1 wk61b07.xl NCI_CGAP_Panl Homo sapiens cDNA clone IMAGE:2419{ 
3' similar to TR:Q33563 Q33563 EATRO 164 KINETOPLAST /contains 
MSRl.b2 MSRl repetitive element ;, mRNA sequence. 
Length=4 0 

Score = 26.3 bits (13), Expect = 15 
Identities = 13/13 (100%), Gaps = 0/13 (0%) 
Strand=Plus/Plus 

Query 653 ACACAAACATAGC 665 

IIIIMIIIIIII 
Sbjct 1 ACACAAACATAGC 13 



> P qi I 3182248 |qb|AA995759.1 1 os25e04.sl NCI_CGAP_Kid5 Homo sapiens cDNA clone IMAGE:1606: 
3' similar to gb:V00567 BETA- 2 -MICROGLOBULIN PRECURSOR (HUMAN);, 
mRNA sequence . 
Length=35 

Score = 26.3 bits (13), Expect 
Identities = 13/13 (100%), Gaps 
Strand=Plus/Minus 

Query 1063 ATGTATCTGAGCA 1075 

IIIIIIIIIIIM 
Sbjct 3 0 ATGTATCTGAGCA 18 



Score =24.3 bits (12), Expect 
Identities = 12/12 (100%), Gaps 
Strand=Plus/Minus 

Query 321 TGTATCTGAGCA 332 

llllllllllll 
Sbjct 2 9 TGTATCTGAGCA 18 



> P qi 122170 95 I qb I AA4 8693 1.1 1 abl7bll.rl Stratagene lung (#937210) Homo sapiens cDNA clone 
IMAGE:841053 5' similar to gb:V00567 BETA- 2 -MICROGLOBULIN PRECURSOR 



15 

0/13 (0%) 



59 

0/12 (0%) 
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(HUMAN) ; , mRNA sequence . 
Length=47 

Score = 26.3 bits (13), Expect 
Identities = 13/13 (100%), Gaps 
Strand=Plus/Plus 

Query 32 0 GTGTATCTGAGCA 332 

lllllllllllll 
Sbjct 18 GTGTATCTGAGCA 3 0 



Score =24.3 bits (12), Expect 
Identities = 12/12 (100%) , Gaps 
Strand=Plus/Plus 

Query 1064 TGTATCTGAGCA 1075 

llllllllllll 
Sbjct 19 TGTATCTGAGCA 3 0 



>□ qi I 94359893 I dbj I BY873732 . 1 1 BY873732 Germination shoots Hordeum vulgare subsp . vulgarc 

clone bast73fl2 3', mRNA sequence. 

Length=43 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=:Plus/Minus 

Query 604 AATGATATTTTT 615 

llllllllllll 
Sbjct 15 AATGATATTTTT 4 



>□ qi I 943 51206 I db1 | BY851751 . 1 1 BY851751 Germination shoots Hordeum vulgare subsp. vulgar^ 

clone bast43c08 5', mRNA sequence. 

Length=34 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 23 GCTCCGCCATTG 34 

IIIIMMIIII 
Sbjct 33 GCTCCGCCATTG 22 



> D gi I 9434434 8 I dbj | BY838005 . 1 1 BY838005 Etiolated seedling shoot Hordeum vulgare subsp. 

cDNA clone baetl33ell 5', mRNA sequence. 

Length-34 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 759 AACAACTGCAGC 770 

llllllllllll 
Sbjct 5 AACAACTGCAGC 16 



15 

0/13 (0%) 



59 

0/12 (0%) 
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> D qi I 93276160 |qb|EB6514 62 .1 I GmUSCLM04pTriplEx2 16i2 3f 1 Gillichthys liver & muscle libra] 

2 Gillichthys mirabilis cDNA clone 16i23 5', mRNA sequence. 

Length=41 

Score =24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 113 5 ACCACCAACCCG 114 6 

llllllllllll 
Sbjct 17 ACCACCAACCCG 2 8 



> D qi I 9003 8657 | emb | CT579987 . 1 1 CT579987 LGOACA Pinus pinaster cDNA, mRNA sequence. 
Length=50 

Score =24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 42 CTCTTCTGGCCT 53 

llllllllllll 
Sbjct 25 CTCTTCTGGCCT 3 6 



> D qi I 86584 902 I gb I DY24 9267.1 1 CSTFB1E0092A_78_127 CST-ProHSC Mus musculus cDNA, mRNA seqx 
Length=4 9 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 788 GTGTATATTCTG 799 

llllllllllll 
Sbjct 17 GTGTATATTCTG 6 



> D qi I 86581169 |qb|DY245525 .1 1 CSTBQ1D1085A_697_744 CST-BM Mus musculus cDNA, mRNA sequenc 
Length=47 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 4 AAATCTCAGTCT 15 

llllllllllll 
Sbjct 11 AAATCTCAGTCT 22 



> D qi I 86580675 |qb|DY245031. 1 1 CSTBQ1D0814A_96_144 CST-BM Mus musculus cDNA, mRNA sequence 
Length=48 

Score =24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 71 AAGATGACGCAG 82 
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Sbjct 45 AAGATGACGCAG 34 

>n qi | 8657894 9 |qb|DY2433 05 . 1 | CSTBQ1D0006A_0_33 CST-BM Mus musculus cDNA, mRNA sequence. 
Length=33 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=:Plus/Plus 

Query 114 AAATATTAAAGG 12 5 

IIMIIIIIIII 
Sbjct 2 AAATATTAAAGG 13 

> D qi I 8257 8105 | qb | DV74 9761 . 1 | ID0AAH2BH05ZM1 IDOAAH Acyrthosiphon pisum cDNA clone IDOAAI 
5', mRNA sequence. 

Length=3 8 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 396 TAATGATGGTGA 407 

IIIIIIIMIII 
Sbjct 2 0 TAATGATGGTGA 9 

> D qi 177991981 | qb | DV467808 . 1 | est_t_truncatus843 HML_TuTr_IL-2 Tursiops truncatus cDNA, r 
sequence. 

Length-18 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Minus 

Query 1044 TTCTGGTAACAA 1055 

IIIIIIIMIII 
Sbjct 15 TTCTGGTAACAA 4 



> D qi I 77597704 |qb|DV22 8503 . 1 1 EST-AR183A10 Infected Porcine Peripheral Blood Cell cDNA 1: 

Sus scrofa cDNA clone AR183A10, mRNA sequence. 

Length=48 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 358 CTTGCTGAAAAT 3 69 

llllllllllll 
Sbjct 3 0 CTTGCTGAAAAT 41 



> D qi I 77498900 |qb|DV2 12698 . 1 1 008 9P0174Z_H04_T7 Mimulus guttatus library 2 Mimulus guttat 

cDNA clone 0089P0174Z_H04 5', mRNA sequence. 

Length=34 
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Score = 24.3 bits (12), Expect 
Identities = 12/12 (100%), Gaps 
Strand=Plus/Plus 

Query 370 AATGAAATGAAA 3 81 

llllllllllll 
Sbjct 17 AATGAAATGAAA 28 



Score = 20.3 bits (10), Expect 
Identities = 10/10 (100%), Gaps 
Strand=Plus/Plus 

Query 191 TGAATGAAAT 2 00 

Illlllllll 
Sbjct 15 TGAATGAAAT 24 



> P qi I 75475804 | emb | AM0753 17 . 1 1 AM075317 Chicken immune 2 - CSEQRBN29 Gallus gallus cDNA c 
C0000466A11_T7, mRNA sequence. 

Length=20 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 621 TGCAGCAGATGG 632 

llllllllllll 
Sbjct 1 TGCAGCAGATGG 12 

> D qi I 86027041 1 gb I DR322794 . 1 1 143010 CERES-148 Arabidopsis thaliana cDNA clone 111205 S\ 
sequence . 

Length=50 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 960 AGCTAAGAAAAC 971 

IIIIMIIIIII 
Sbjct 2 0 AGCTAAGAAAAC 31 



> D qi I 85905326 I qb I DR22 6284 . 1 1 5735955 CERES-AL46 Arabidopsis thaliana cDNA clone 1143515 

mRNA sequence. 

Length=50 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 37 CGTCTCTCTTCT 4 8 

llllllllllll 
Sbjct 16 CGTCTCTCTTCT 2 7 



> □ gi I 67567668 | qb|DR108313 . 1 1 JHU161B11L41 Canine cardiovascular system biased cDNA Canis 



59 

0/12 (0%) 



916 
0/10 (0%) 
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cDNA, mRNA sequence. 
Length=41 

Score = 24.3 bits (12), Expect = 59 
Identities = 12/12 (100%), Gaps = 0/12 (0%) 
Strand=Plus/Plus 

Query 607 GATATTTTTGTT 618 

llllllllllli 

Sbjct 5 GATATTTTTGTT 16 
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> D qi I 759222 90 |qb|AR703 977 .1 1 Sequence 7 from patent US 6929909 
Length=18 

Score = 32.2 bits (16), Expect = 2.9 
Identities = 16/16 (100%), Gaps = 0/16 (0%) 
Strand=Plus/Minus 

Query 7 96 TCTGCAGAAATTGATG 811 

IIIIIIIIMIIIIII 
Sbjct 17 TCTGCAGAAATTGATG 2 



> D qi 142687870 |qb|AR454420.1 1 Sequence 5 from patent US 6682741 
Length=24 

Score =32.2 bits (16), Expect =2.9 
Identities = 16/16 (100%), Gaps = 0/16 (0%) 
Strand=Plus/Minus 

Query 354 AGTCCTTGCTGAAAAT 3 69 

IIIIIIIIMIIIIII 
Sbjct 16 AGTCCTTGCTGAAAAT 1 



> D qi I 33751074 |qb|AR350119. 1 1 Sequence 58 from patent US 6586229 
Length=24 

Score = 32.2 bits (16), Expect =2.9 
Identities = 16/16 (100%) , Gaps = 0/16 (0%) 
Strand=Plus/Minus 

Query 977 GCACGTTAGTTGTTAA 992 

IIIIIIIIMIIIIII 

Sbjct 23 GCACGTTAGTTGTTAA 8 



>□ qi I 9225 0878 |dbj | BD35945 9 . 1 1 Process for the production of UDP-glucronic acid 
Length=3 0 

Score =32.2 bits (16), Expect =2.9 
Identities = 16/16 (100%), Gaps = 0/16 (0%) 
Strand=Plus /Minus 

Query 545 TTGGCGGTGATGCTTA 560 

llllllllllllllll 
Sbjct 26 TTGGCGGTGATGCTTA 11 



> □ qi I 92244643 | dbj | BD3424 84 . 1 1 Novel ubiquitin specific proteases 
Length=33 

Score =32.2 bits (16), Expect =2.9 
Identities = 16/16 (100%), Gaps = 0/16 (0%) 
Strand=Plus /Minus 

Query 1236 CAACCTTGGCAACACC 12 51 

IIIIIIIIIIMIIII 
Sbjct 33 CAACCTTGGCAACACC 18 
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> D qi I 92244642 I dbj | BD3424 83 . 1 1 Novel ubiquitin specific proteases 
Length=33 

Score =32.2 bits (16), Expect =2.9 
Identities = 16/16 (100%), Gaps = 0/16 (0%) 
Strand=Plus/Plus 



Query 1236 CAACCTTGGCAACACC 1251 

Illlllllllllllll 
Sbjct 1 CAACCTTGGCAACACC 16 



> Cl qi |219013 00|emb|AX4 68464.l| Sequence 7 from Patent WO0222834 
Length=18 

Score = 32.2 bits (16), Expect =2.9 
Identities = 16/16 (100%) , Gaps = 0/16 (0%) 
Strand=Plus/Minus 



Que ry 796 TCTGCAGAAATTGATG 811 

Illlllllllllllll 
Sbjct 17 TCTGCAGAAATTGATG 2 



> D qi 12 794 9121 1 emb I AX5 904 89.1 1 Sequence 1 from Patent WO02085933 
Length=36 

Score =32.2 bits (16), Expect =2.9 
Identities = 28/32 (87%), Gaps = 0/32 (0%) 
Strand=Plus/Plus 

Query 12 01 GGTGCAGTACAAAACCGTTTCGACTCTGCTAT 1232 

Mill Mill Mlllllll MM Mill 

Sbjct 1 GGTGCGGTACAGAACCGTTTCAACTCCGCTAT 32 



> D qi 1 18093 617 | emb | AX3225 97 . 1 1 Sequence 58 from Patent WO0192539 
Length=24 

Score =32.2 bits (16), Expect =2.9 
Identities = 16/16 (100%), Gaps = 0/16 (0%) 
Strand=Plus/Minus 

Query 977 GCACGTTAGTTGTTAA 992 

Illlllllllllllll 
Sbjct 23 GCACGTTAGTTGTTAA 8 



> D qi 1 18622154 | db1 | E50954 . 1 1 Process for preparing Escherichia coli H antigen 
Length=20 

Score =32.2 bits (16), Expect =2.9 
Identities = 19/20 (95%), Gaps = 0/20 (0%) 
Strand=Plus/Plus 

Query 118 ATTAAAGGTCTGACTCAGGC 137 
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Sb j ct 1 ATTAAAGGCCTGACTCAGGC 2 0 



> P qi I 56657472 |qb| AR605808. 1 1 Sequence 615 from patent US 6818751 
Length=4 6 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 4 51 GGCCTGGACGGTTTT 465 

lllllllllllllll 
Sbjct 2 5 GGCCTGGACGGTTTT 3 9 



> D qi I 56657468 I qb I AR605804 . 1 1 Sequence 611 from patent US 6818751 
Length=4 6 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 4 51 GGCCTGGACGGTTTT 465 

lllllllllllllll 
Sbjct 22 GGCCTGGACGGTTTT 8 



> D qi I 56635885 |qb| AR58898 8. 1 | Sequence 615 from patent US 6800746 
Length=4 6 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 4 51 GGCCTGGACGGTTTT 4 65 

lllllllllllllll 
Sbjct 2 5 GGCCTGGACGGTTTT 3 9 



> P qi I 56635881 1 qb I AR588 984 . 1 | Sequence 611 from patent US 6800746 
Length=4 6 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 451 GGCCTGGACGGTTTT 4 65 

lllllllllllllll 
Sb j c t 22 GGCCTGGACGGTTTT 8 



> P qi I 773 65703 I qb I AR717054 . 1 1 Sequence 615 from patent US 6943236 
Length=4 6 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Plus 
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Query 451 GGCCTGGACGGTTTT 465 

lllllllllllllll 

Sbjct 25 GGCCTGGACGGTTTT 3 9 



> P qil 77365699|qb|AR717050.l| Sequence 611 from patent US 6943236 
Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 451 GGCCTGGACGGTTTT 465 

lllllllllllllll 
Sbjct 22 GGCCTGGACGGTTTT 8 



> Ci qi I 5397 9053 |qb| AR564002 . 1 1 Sequence 615 from patent US 6759515 
Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 451 GGCCTGGACGGTTTT 465 

IIMMIIIIIIIII 

Sbjct 25 GGCCTGGACGGTTTT 3 9 



> D qil 5397 904 9|qb|AR563998.l| Sequence 611 from patent US 6759515 
Length=4 6 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 451 GGCCTGGACGGTTTT 465 

lllllllllllllll 
Sbjct 22 GGCCTGGACGGTTTT 8 



> D qi I 4015445 9 I qb I AR4 05622 . 1 1 Sequence 615 from patent US 6630305 
Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities - 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 451 GGCCTGGACGGTTTT 465 

lllllllllllllll 
Sbjct 25 GGCCTGGACGGTTTT 39 



> D qi I 4 01544 55 I qb I AR405618 . 1 1 Sequence 611 from patent US 6630305 
Length=46 

Score = 30.2 bits (15), Expect = 11 
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Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 451 GGCCTGGACGGTTTT 465 

lllilllllllllll 
Sbjct 22 GGCCTGGACGGTTTT 8 



> D qi 140143650 |qb|AR400355. 1 1 Sequence 615 from patent US 6620922 
Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 4 51 GGCCTGGACGGTTTT 4 65 

lllilllllllllll 
Sbjct 25 GGCCTGGACGGTTTT 3 9 



> □ qi|40143642 |gb|AR400351.l| Sequence 611 from patent US 6620922 
Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 451 GGCCTGGACGGTTTT 4 65 

IIIIIIIIIIIMII 
Sb j ct 22 GGCCTGGACGGTTTT 8 



> D qi I 74474231 |emb|CS159058 .1 1 Sequence 17 from Patent WO2005080576 
Length-25 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 743 GAGTTGAATTCACAA 757 

lllilllllllllll 
Sbjct 17 GAGTTGAATTCACAA 3 



> D qi I 23 3202 95 I qb I AR2 19325. 1 1 Sequence 56 from patent US 6420157 
Length=30 

Score = 3 0.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 451 GGCCTGGACGGTTTT 465 

lllilllllllllll 

Sbjct 14 GGCCTGGACGGTTTT 2 8 



> D qi I 61890282 I emb I CS051099 . 1 1 Sequence 24 from Patent WO2005021740 
Length=:25 
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Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 743 GAGTTGAATTCACAA 757 

IIIMIIIIIIIIII 
Sbjct 17 GAGTTGAATTCACAA 3 



> n qi I 92345575 I dbi |BD398016.1 | COMPOSITIONS 

CANCER 

Length=:46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 451 GGCCTGGACGGTTTT 465 

IIIMIIIIIIIIII 
Sbjct 25 GGCCTGGACGGTTTT 3 9 



> n qi I 92345571 1 dbi |BD3 98012 .1 1 COMPOS I TIONS 

CANCER 

Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus /Minus 

Query 451 GGCCTGGACGGTTTT 4 65 

IIIMIIIIIIIIII 
Sbjct 22 GGCCTGGACGGTTTT 8 



> □ qi I 92 331562 I dbj |BD3 97081.l| DNA Encoding 
Length=30 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Que ry 451 GGCCTGGACGGTTTT 465 

lllllllllllllll 
Sbjct 16 GGCCTGGACGGTTTT 3 0 



> D qi I 6073 0322 | emb | CS02 9344 . 1 1 Sequence 17 
Length=25 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Que ry 743 GAGTTGAATTCACAA 7 57 

lllllllllllllll 
Sbjct 17 GAGTTGAATTCACAA 3 
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> D qi I 6073 02 90 | emb | CS029312 . 1 1 Sequence 24 from Patent EP1510573 
Length=25 

Score = 30.2 bits (15); Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 743 GAGTTGAATTCACAA 757 

lllllllllllllll 
Sbjct 17 GAGTTGAATTCACAA 3 



> D gi I 9232 0083 | dbj | BD4374 81. 1 | PROSTASE PROTEIN VACCINE COMPRISING DERIVATISED THIOL RES! 
AND METHODS FOR PRODUCING SAID ANTIGEN 
Length=3 0 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 451 GGCCTGGACGGTTTT 465 

IIIIIIIIIIIIIM 

Sb j Ct 13 GGCCTGGACGGTTTT 2 7 



> D gi I 922 8985 9 I dbj |BD444 719.1 | COMPOSITIONS AND METHODS FOR THE THERAPY AND DIAGNOSIS OF 

CANCER 

Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 451 GGCCTGGACGGTTTT 465 

lllllllllllllll 
Sbjct 25 GGCCTGGACGGTTTT 3 9 



> D qi I 922 89855 I dbj |BD444715.1| COMPOSITIONS AND METHODS FOR THE THERAPY AND DIAGNOSIS OF 

CANCER 

Length=4 6 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 451 GGCCTGGACGGTTTT 4 65 

lllllllllllllll 
Sbjct 22 GGCCTGGACGGTTTT 8 



> D gi I 2 9712869 I qb I AR2 78623 . 1 1 Sequence 615 from patent US 6512094 
Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Plus 
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Query 451 GGCCTGGACGGTTTT 465 

IIIIIIIIIIMIII 
Sbjct 25 GGCCTGGACGGTTTT 3 9 



> D qi 12 9712865 |qb|AR278619. 1 1 Sequence 611 from patent US 6512094 
Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 451 GGCCTGGACGGTTTT 4 65 

IIIIIIMIIIIMI 
Sbjct 22 GGCCTGGACGGTTTT 8 



> D qi I 67590289|qb|AR657147.1 1 Sequence 615 from patent US 6894146 
Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 451 GGCCTGGACGGTTTT 465 

Illllllllllllll 
Sbjct 25 GGCCTGGACGGTTTT 3 9 



> D qi I 675902 85 I qb I AR657143 . 1 1 Sequence 611 from patent US 6894146 
Length-46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 451 GGCCTGGACGGTTTT 465 

IIIIIIIIIIIIIM 

Sbjct 22 GGCCTGGACGGTTTT 8 



> D qi 144 845533 I emb I CQ7542 77.1 1 Sequence 15 from Patent WO2004001069 
Length=20 

Score =30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 621 TGCAGCAGATGGTTC 63 5 

Illllllllllllll 
Sbjct 1 TGCAGCAGATGGTTC 15 



> D qi I 10025691 |qb| AR096679. 1 1 AR096679 Sequence 17 from patent US 6008193 
Length=37 

Score = 30.2 bits (15), Expect = 11 
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Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 65 GTGCTAAAGATGACG 7 9 

lllllllllllllll 
Sbjct 6 GTGCTAAAGATGACG 20 

> D qi 141014894 |emb|CQ008203.l| Sequence 6843 from Patent WO0147944 
Length=50 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 1304 CCGAAGTGTCTAACA 1318 

lllllllllllllll 
Sbjct 18 CCGAAGTGTCTAACA 4 

> D qi I 3 97224 15 I emb I AX8 16969.1 1 Sequence 12 from Patent WO03068819 
Length=47 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 4 67 ATATCGATGGCGCGC 4 81 

IIIIIIMIIIIIII 
Sbjct 22 ATATCGATGGCGCGC 36 

> □ qi|21694 924 |emb|AX446025.l| Sequence 2480 from Patent WO0216649 
Length=24 

Score = 30.2 bits (15), Expect = 11 
Identities = 18/19 (94%), Gaps = 0/19 (0%) 
Strand=Plus/Minus 

Query 535 AACTATGATGTTGGCGGTG 553 

IIMIIII IIMIIIIII 

Sbjct 22 AACTATGAGGTTGGCGGTG 4 

> □ qi|22205164 |emb|AX469891.l| Sequence 8 from Patent WO02053771 
Length=22 

Score = 30.2 bits (15), Expect = 11 
Identities = 18/19 (94%) , Gaps = 0/19 (0%) 
Strand=Plus/Plus 

Query 358 CTTGCTGAAAATAATGAAA 376 

Illllllllll lllllll 
Sbjct 3 CTTGCTGAAAAAAATGAAA 21 

> G qi I 33 036418 I dbj |BD22664 8.l| Use of antiprolactin agent for remedy of hypercytosis 
Length=20 
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Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 753 CACAACAACAACTGC 767 

lllllllllllllll 
Sbjct 2 0 CACAACAACAACTGC 6 



> G qi I 33036413 | dbj |BD226643 . 1 1 Use of antiprolactin agent for remedy of hypercytosis 
Length=2 0 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus /Minus 

Query 753 CACAACAACAACTGC 7 67 

lllllllllllllll 
Sbjct 2 0 CACAACAACAACTGC 6 



> P qi I 3294 9314 | emb | AX781460 . 1 1 Sequence 12 from Patent EP1321477 
Length=47 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 467 ATATCGATGGCGCGC 4 81 

IIIIMIIIIIIIM 
Sbjct 22 ATATCGATGGCGCGC 3 6 



> D qi 1 15863 084 I emb I AX24 8461. 1 1 Sequence 540 from Patent WO0166800 
Length=31 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 1109 AAGATGCAGCAAAAT 112 3 

IIIIIMIIIIIMI 
Sbjct 1 AAGATGCAGCAAAAT 15 



> D qi 1 16516314 |emb|AX267641. 1 1 Sequence 615 from Patent WO0173032 
Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%) , Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 451 GGCCTGGACGGTTTT 465 

lllllllllllllll 
Sbjct 25 GGCCTGGACGGTTTT 3 9 
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> P qi 1 16516310 |emb|AX267637 .1 1 Sequence 611 from Patent WO0173032 
Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Minus 

Query 451 GGCCTGGACGGTTTT 4 65 

lllllllllllllll 
Sbjct 22 GGCCTGGACGGTTTT 8 



> p qi 1 153 90812 | emb | AX2 00985 . 1 1 Sequence 615 from Patent WO0151633 
Length=46 

Score = 30.2 bits (15), Expect = 11 
Identities = 15/15 (100%), Gaps = 0/15 (0%) 
Strand=Plus/Plus 

Query 451 GGCCTGGACGGTTTT 4 65 

lllllllllllllll 
Sbjct 25 GGCCTGGACGGTTTT 39, 
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